Analysis of the relationships among Longest Common Subsequences, Shortest Common Supersequences and patterns and its application on pattern discovery in biological sequences.
For a set of multiple sequences, their patterns, Longest Common Subsequences (LCS) and Shortest Common Supersequences (SCS) represent different aspects of these sequences' profile. Revealing the relationship between the patterns and LCS/SCS might provide us with a deeper view of the patterns. In this paper, we have showed that patterns LCS and SCS were closely related to each other. Based on their relations, the PALS algorithms are proposed to discover patterns in a set of biological sequences based on LCS and SCS results. Experiments show that the PALS algorithms are superior in efficiency and accuracy on a variety of sequences.